In this article, we found errors in the genotype data for 5 single nucleotide polymorphisms (SNPs). We therefore corrected Tables 4 and 5 (only the revised data are presented). In addition, the main text from the last sentence of the third paragraph through the end of the fourth paragraph of the Results section should be amended as follows: "For the remaining 104 polymorphisms, the MAF varied from 0.016 (PTGS2(COX2) C-163G) to 0.479 (CETP Val405Ile (G/A)), and most of the variations were common (MAF ≥0.05 for 96 polymorphisms).

